Figure 1: Functional target set significance (hypergeometric P-value) predicted by each of the correlation methods for all peak-to-gene models at a predicted 1.5-fold precision over background. 
Number of genes Figure 2: Functional target set sizes predicted by each of the correlation methods for all peak-togene models at a predicted 1.5-fold precision over background. Set sizes refer to subsets of the complete set of 24,392 genes exceeding the 1.5-fold precision threshold determined by analysing the 8,872 reference genes. Table 1 : Overlap between various predicted and known functional TF-target sets for ENCODE data. Binding: the ratio of differentially expressed genes among all 8,872 reference genes (Background) and among genes bound by the TF in the given peak-to-gene model (Bound), and the hypergeometric overlap P -value (p). Multiple Bind: gene sets predicted by a threshold on the number of peaks with a 1.5-fold increase in ratio of differentially expressed genes compared to the background, showing the number of genes (n) and hypergeometric overlap P -value (p). All subset sizes refer to the number of 8,872 reference genes exceeding the threshold. Table 3 : Overlap between various predicted and known functional TF-target sets for mouse circadian data. Binding: the ratio of differentially expressed genes among all 8,872 reference genes (Background) and among genes bound by the TF in the given peak-to-gene model (Bound), and the hypergeometric overlap P -value (p). Multiple Bind: gene sets predicted by a threshold on the number of peaks with a 1.5-fold increase in ratio of differentially expressed genes compared to the background, showing the number of genes (n) and hypergeometric overlap P -value (p Table 4 : Overlap between various predicted and known functional TF-target sets for mouse circadian data. Pearson Correlation (PC), Spearman Correlation (SC), Combined Angle Ratio Statistic (CARS), and Union: gene sets predicted by a threshold on the correlation score, for each method respectively and for the union of those sets, with a 1.5-fold increase in ratio of differentially expressed genes compared to the background, showing the number of genes (n) and hypergeometric overlap P -value (p). Significant P -values (< 0.05) are indicated in bold Figure 3: Functional target set significance (hypergeometric P-value) using quantitative (sum of peak heights) ChIP-seq data predicted by each of the correlation methods for the prom5kb peak-to-gene model at a predicted 1.5-fold precision over background. Figure 4: Functional target set significance (hypergeometric P-value) using quantitative (sum of peak heights) ChIP-seq data predicted by each of the correlation methods for all peak-to-gene models at a predicted 1.5-fold precision over background. Figure 5: Functional target set significance (hypergeometric P-value), using CpG partitioned datasets, predicted by each of the correlation methods for all peak-to-gene models at a predicted 1.5-fold precision over background. We show significance using all genes (blue), only CpG-rich promoters (green), and only CpG-depleted promoters (red). Figure 6: Functional target set significance (hypergeometric P-value), using CpG partitioned datasets, each of 1000 randomly selected genes, predicted by each of the correlation methods for all peak-to-gene models at a predicted 1.5-fold precision over background. We show significance using all genes (blue), only CpG-rich promoters (green), and only CpG-depleted promoters (red). All results are the average of 100 random samples of 1000 genes per set. 
